Network-based interpretation of genomic variation data.
Advances in sequencing technologies are allowing genome-wide association studies at an ever-growing scale. The interpretation of these studies requires dealing with statistical and combinatorial challenges, owing to the multi-factorial nature of human diseases and the huge space of genomic markers that are being monitored. Recently, it was proposed that using protein-protein interaction network information could help in tackling these challenges by restricting attention to markers or combinations of markers that map to close proteins in the network. In this review, we survey techniques for integrating genomic variation data with network information to improve our understanding of complex diseases and reveal meaningful associations.